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Figure 5. CpG methylation levels across various genomic features in MPI. The average 

DNAme levels were measured as consecutive, non-overlapping averages of 100 CpGs. The 

Box-and-Whisker plot shows the maxium, upper quartile (25% of data), median (50% of data), 
lower quartile (25% of data) and minimum. The median value shows the median of the 

distribution of the binned averages. Exons, Introns, Intergenic regions, repeats, promoters and 

CpG Islands (CGIs) were examined. Averages were combined for biological replicates. 
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